Key indicators: single-crystal X-ray study; T = 297 K; mean (C-C) = 0.004 Å; R factor = 0.051; wR factor = 0.154; data-to-parameter ratio = 12.6.
In the molecule of the title benzohydrazide derivative, C 17 H 18 N 2 O 4 , the dihedral angle between the benzene rings is 6. 86 (11) . The methoxy group of the 4-methoxyphenyl fragment deviates slightly [C methyl -O-C-C = 10.0 (4) ] with respect to the benzene ring, whereas the ethoxy group of the 3-ethoxy-4-hydroxyphenyl fragment is is almost coplanar [C-O-C-C methyl = 178.5 (2) ]. In the crystal, molecules are linked by N-HÁ Á ÁO, O-HÁ Á ÁO and C-HÁ Á ÁO hydrogen bonds into a two-dimensional network parallel to the ab plane. C-HÁ Á Á interactions and CÁ Á ÁO [2.980 (3) Å ] short contacts are also observed.
Related literature
For bond-length data, see: Allen et al. (1987) . For hydrogenbond motifs, see: Bernstein et al. (1995) . For related structures, see: Fun et al. (2011); Horkaew et al. (2011) ; Promdet et al. (2011) . For background and applications to benzohydrazide derivatives, see: Bedia et al. (2006) ; Loncle et al. (2004) ; Raj et al. (2007) .
Experimental
Crystal data C 17 H 18 N 2 O 4 M r = 314.33 Orthorhombic, P2 1 2 1 2 1 a = 5.0607 (9) Å b = 11.086 (2) Å c = 27.629 (5) Å V = 1550.1 (5) Å 3 Z = 4 Mo K radiation = 0.10 mm À1 T = 297 K 0.56 Â 0.10 Â 0.07 mm Table 1 Hydrogen-bond geometry (Å , ).
Data collection
Cg1 is the centroid of the C9-C14 ring. Symmetry codes: (i) Àx þ 1; y þ 1 2 ; Àz þ 1 2 ; (ii) x À 1; y; z; (iii) Àx þ 1; y À 1 2 ; Àz þ 1 2 .
Data collection: APEX2 (Bruker, 2009 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008) ; program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2009 During the course of our on-going research on benzohydrazide derivatives, which have been reported to possess various biological properties such as antibacterial and antifungal (Loncle et al., 2004 ), antitubercular (Bedia et al., 2006 and antiproliferative (Raj et al., 2007) activities, the synthesis and crystal structures of benzohydrazide derivatives have been reported Horkaew et al., 2011; Promdet et al., 2011) . The title compound was synthesized and tested for its antioxidant and antibacterial activities and found to be inactive.
The molecule of the title benzohydrazide derivative ( Fig. 1 ) exists in a trans-configuration with respect to the C8═N2 bond [1.286 (4) Å], as indicated by the torsion angle N1-N2-C8-C9 = -178.2 (2)°. The molecule is slightly twisted with the dihedral angle between the two benzene rings of 6.86 (11)°. The middle bridge fragment (O1/C7/N1/N2/C8) is planar with the torsion angle N2-N1-C7-O1 = 0.8 (4)° and the r.m.s. of 0.0360 (2) Å for the five non-H atoms. The mean plane through this bridge makes dihedral angles of 28.94 (15) and 26.51 (15)° with the C1-C6 and C9-C14 phenyl rings, respectively. The methoxy group of 4-methoxyphenyl is slightly twisted with respect to its bound benzene ring [torsion angle C15-O2-C4-C5 = 10.0 (4)°], whereas the ethoxy group of 3-ethoxy-4-hydroxyphenyl is co-planar with the torsion angle C11-O3-C16-C17 = 178.5 (2)°.
An intramolecular O4-H1O4···O3 hydrogen bond generates a S(5) ring motif (Bernstein et al., 1995) . Bond distances are of normal values (Allen et al., 1987) and are comparable with those found in related structures Horkaew et al., 2011; Promdet et al., 2011) .
In the crystal packing ( Fig. 2) , the molecules are linked by N-H···O and O-H···O hydrogen bonds and weak C-H···O interactions (Table 1) into a two-dimensional network paralell to the ab plane. The crystal is further stabilized by C-H···π weak interaction (Table 1) . A C8···O4 iv [2.980 (3) Å: (iv) = -x, 1/2+y, 1/2+z] short contact was observed.
Experimental
The title compound was prepared by dissolving 4-methoxybenzohydrazide (2 mmol, 0.30 g) in ethanol (10 ml). A solution of 3-ethoxy-4-hydroxybenzaldehyde (2 mmol, 0.30 g) in ethanol (10 ml) was then added slowly to the reaction.
The mixture was refluxed for about 5 h and a white solid appeared. The mixture was then cooled to room temperature and filtered. Colourless needle-shaped single crystals of the title compound suitable for X-ray structure determination were recrystallized from methanol by slow evaporation of the solvent at room temperature after several days. M. p. to be 1.5U eq (C, N, O) for methyl, hydroxy and amine H atoms and 1.2U eq (C) for the remaining H atoms. A rotating group model was used for the methyl groups. 1879 Friedel pairs were merged. Three outliers (2 1 1, 1 4 0, 3 2 12) were omitted for the final refinement.
486-488 K.

Refinement
Computing details
Data collection: APEX2 (Bruker, 2009 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT (Bruker, 2009 ); program(s) used to solve structure: SHELXTL (Sheldrick, 2008) ; program(s) used to refine structure: SHELXTL (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication:
SHELXTL (Sheldrick, 2008) and PLATON (Spek, 2009 ).
Figure 1
The molecular structure of the title compound, showing 45% probability displacement ellipsoids. Hydrogen bond are drawn as dashed line.
Figure 2
The crystal packing of the title compound viewed along the a axis. Hydrogen bonds are drawn as dashed lines. 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
